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Monday, February 27, 2012 233aa proof of concept we focused on the prototypical human b2-adrenergic recep-
tor, b2AR, reconstituted in lipid vesicles. Our approach allowed us to extract
the dimerization equilibrium constant of the b2AR to be 4 5 0.2 KbT.
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Bacterial Chromosome Structure and Function
Sankar Adhya.
National Institutes of Health, Bethesda, MD, USA.
We previously showed that the transcription profile of the E. coli chromosome
is dictated by its structure. We proposed that the chromosome has defined struc-
tures which change the transcriptability of the constituent promoters. We are
exploring to understand the structure of the E. coli chromosome by a variety
of approaches.
HU, an abundant highly conserved chromosome-associated protein in E. coli,
has been implicated to play an architectural role in the chromosome, and to con-
strain supercoils in DNA. We will discuss the contribution of HU in chromo-
somal structure and, as a result, in global gene expression. We will also
describe RNA molecules that bind to HU, and a potential role of the RNA/
HU complexes in chromosome compaction.
In addition, we performed chromosome conformation analysis, and discovered
that GalR, a regulon specific repressor, connects distal segments of the chromo-
some by GalR-GalR interactions. We believe this network formation organizes
the chromosome in space, thereby contributing to chromosome compaction.
This is the first evidence that a transcription factor participates in folding the
chromosome into a 3-D structure.
1175-Symp
Mechanisms of Gene Regulation Over a Distance on DNA and in
Chromatin
Vasily M. Studitsky.
UMDNJ-Robert Wood Johnson Medical School, Piscataway, NJ, USA.
The majority of eukaryotic genes and some prokaryotic genes are positively
regulated by activator-binding DNA sequences (enhancers) that can efficiently
communicate and directly interact with their targets (promoters) over extended
regions of spacer DNA organized into chromatin structure (see (1) for a review).
The mechanisms for mediating enhancer-promoter interaction in chromatin
include tracking and looping models.
Previously we have shown that DNA supercoiling greatly facilitates EPC over
a large distance (2-4). Our studies have also suggested that chromatin structure
per se can support highly efficient communication over a distance by a looping
mechanism and functionally mimic the supercoiled state characteristic for pro-
karyotic DNA (5). However, the mechanisms allowing efficient communica-
tion in chromatin remain unknown.
More recently, we have established defined polynucleosomal chromatin tem-
plates allowing quantitative analysis of the rate of distant EPC and have iden-
tified components of the system and protein factors that strongly affect the rate
of communication in chromatin. These studies will be presented at the meeting.
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Single-Molecule Sorting of DNA Repair Machines
Maria Spies, Ph.D.
Biochemsitry, University of Illinois, Urbana-Champaign, Urbana, IL, USA.
Often, molecular machines orchestrating distinct types of DNA repair share mo-
tor components known as DNA helicases, ubiquitous vectorial enzymes that use
chemical energy of ATP to translocate directionally on the DNA, transiently un-
wind duplex DNA or remodel protein-nucleic acid complexes. Participation in
different pathways may require a helicase to switch between different activities
(for example, between being a bona fide helicase versus a DNA translocase that
dismantles protein-nucleic acid complexes), to down- or up-regulate its proces-
sivity or to recognize a different substrate. Activity switching in DNA repair en-
zymes is often controlled by reversible post-translationalmodifications.Addition
or removal of these modifications may rapidly activate or inactivate one or sev-
eral activities of a target helicase or may alter its molecular interactions.
To address the role of post-translational modification and specific interactions
in directing a helicase to a particular genome maintenance event, we developed
an experimental system we refer to as single-molecule sorting. This single-
molecule total internal reflection microscopy (TIRFM) approach discriminates
between subpopulations of differentially modified enzymes and correlates the
presence of each modification to the biochemical function and therefore to
the biological role of a particular helicase. Application of single-molecule sort-
ing to deciphering the molecular basis of pro- and anti-recombinogenic activity
of human DNA repair helicase Fbh1 and its regulation will be discussed.
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Mechanisms of Nuclear, Spindle and Mitotic Chromosome Scaling
Rebecca Heald1, Dan Levy2, Jeremy Wilbur2, Rose Loughlin2,
Esther Kieserman2.
1Department Molecular/Cell Biology, University of California, Berkeley,
Berkeley, CA, USA, 2University of California, Berkeley, Berkeley, CA,USA.
Cell size varies widely among different organisms as well as within the same
organism in different tissue types and during development, placing variable
functional demands on internal structures. A fundamental question is how es-
sential subcellular components such as the nucleus, mitotic spindle and chro-
mosomes are regulated to accommodate cell size differences. Xenopus frogs
offer two physiological contexts in which we can investigate this question.
First, we can compare Xenopus laevis to the smaller, related species Xenopus
tropicalis, which lays smaller eggs and has proportionally smaller cells
throughout development. Second, we can compare different stages of Xenopus
laevis embryogenesis, as the ~1 millimeter diameter egg rapidly cleaves to
form smaller blastomeres, which by the 15th division are reduced to 40 microns
across. A unique aspect of our approach is to prepare cytoplasmic extracts from
eggs and embryos that recapitulate organelle scaling in vitro, which we can use
to identify molecular differences that underlie size changes. We identified two
factors, importin a and Ntf2, whose levels alter nuclear import and are largely
responsible for the difference in nuclear size between the two frog species.
With respect to spindle size regulation, based on predictions from a 2-Dmeiotic
spindle simulation, we identified katanin-dependent MT severing as an activity
reduced in X. laevis compared X. tropicalis. Interestingly, X. tropicalis lacks an
inhibitory Aurora B phosphorylation site in the p60 catalytic subunit of katanin
found in X. laevis at Ser131, which is largely responsible for the difference in
spindle length. Mitotic chromosomes must also decrease in size to permit their
proper segregation in smaller cells. We have established an in vitro system that
recapitulates chromosome scaling during development, and are now poised to
elucidate the underlying molecular mechanisms.Symposium: Stretching and Bending Lipid
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Using Tension to Map Free-Energy Landscapes that Govern Pore Nucle-
ation in Membranes
Evan Evans1,2.
1Physics, Boston University, Boston, MA, USA, 2University of British
Columbia, Vancouver, BC, Canada.
Because of the large energy, thermal activation is needed to open nanopores in
membranes yet activation energy can change significantly with tension. Al-
though models exist describing the impact of tension, experiments have failed
to cover the ranges of tension and pore nucleation rate required to examine the-
ories. Hence, a micromechanical method was established to assay rates at
which unstable nanopores form in giant single-bilayer vesicles in relation to
234a Monday, February 27, 2012tension, covering rates from< 0.01/s to> 100/s. Plotted as logarithms, rates of
nanopore nucleation yield changes in activation energy (scaled by thermal en-
ergy kBT). Derivatives of activation energy with respect to tension establish the
critical-pore areas that couple with tension to lower activation energy. When
correlated to pore area, changes in activa-
tion energy can be transformed to free en-
ergies along a reaction coordinate defined
by pore size. In this way, we have mapped
free-energy landscapes for pore nucleation
in several types of fluid-lipid bilayer sys-
tems (cf. figure), beginning near the sym-
metry break and rising by 10-20 kBT
when pore sizes reach a few nm. [E. Evans
and B.A. Smith, New Journal of Physics13
(2011)].
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What is a Membrane? Mechanical Stress Viewed with the Patch Clamp
Frederick Sachs.
SUNY, Buffalo, NY, USA.
Much of what we know about cell membranes has come from studies of puri-
fied lipids in various forms: monolayers, bilayers, etc. However, cell mem-
branes are much more complicated and even the definition of a cell
membrane fails when we address the mechanics. Where does the membrane
start and where does it end? In most cells, stresses are distributed in three di-
mensions and include the extracellular matrix, the bilayer and the cytoskeleton.
What are we discussing when we refer to membrane stress? In bacteria, mecha-
nosensitive ion channels (MSCs) have been reconstituted into lipid membranes
so that the relevant stress is tension in the bilayer: a mean value or stress in
a sub domain such as the head groups. Lipid reconstitution has yet to be verified
for eukaryotic MSCs. If we assume that lipid stress adjacent to the channel is
the driving stimulus, then for cells we need a relationship between the applied
stimulus and the local stimulus. The applied stimulus is commonly a hydrostatic
pressure across the bilayer produced by suction on a patch pipette. If the patch
were elastic it would respond at the same rate as the pressure, but it is much
slower (~ 100ms) when judged by MSC activity or patch capacitance. This vis-
cosity is probably generated by bond breaking in the stressed cytoskeleton that
bears a substantial amount of the mean tension. Thus, patch mechanics are gov-
erned by multiple forces including hydrostatics, viscoelastic properties of the
cytoskeleton and lipid, and the energy of adhesion of the membrane to the glass.
Caution is advised in the interpretation mechanics data from a patch.
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Proteins Shaping Membranes : Quantitative Measurements
Patricia Bassereau1, Aurelien Roux2,3, Benoit Sorre2, Gerbrand Koster2,
Martin Lenz2, John Manzi2, Jean-Baptiste Manneville4, Pierre Nassoy2,
Bruno Goud4, Jacques Prost5,2, Andrew Callan-Jones6.
1Department UMR CNRS 168, Curie Institute, UMR 168, Paris, France,
2Curie Institute, UMR 168, Paris, France, 3Department of Biochemistry and
NCCR Chemical Biology, Geneva, Switzerland, 4Curie Institute, UMR 144,
Paris, France, 5ESPCI, Paris, France, 6Laboratoire Charles Coulomb,
Montpellier, France.
Membrane transport between intracellular compartments, entry or exit out of
the cell, imply similar sequential events: membrane deformation and lipid/pro-
tein sorting during the formation of the transport intermediate (vesicle or tube),
fission from the donor compartment, transport and eventually fusion with the
acceptor membrane. The mechanisms behind these biological processes of
membrane transformation are actively studied both in the cell biology and
the biophysics contexts. Membrane nanotubes with a controlled diameter
(15-500 nm) pulled out of Giant Unilamellar Vesicles (GUV) are very conve-
nient tools to address the role of curvature in trafficking events and to measure
mechanical effects due to protein binding using optical tweezers.
As an example of this type of approach combining in vitro experiments and the-
oretical modeling, I will present our results on two proteins implied in clathrin-
mediated endocytosis. Amphiphysin 1 contains a N-BAR membrane-binding
domain. We have shown that at low protein density on the GUV, the distribu-
tion of proteins and the mechanical effects induced are well described by
a model based on spontaneous curvature induction. At high densities, the radius
and force are independent of tension and vesicle protein density, resulting from
the formation of a scaffold around the tube. For the entire density range, protein
was found to be enriched on the tube as compared to the GUV, showing a con-
comitant curvature-sensing ability. I will compare this behavior with that of an-
other protein, the dynamin, induced the scission of the clathrin-coated vesicle
in cells. In contrast, there is a threshold for the tube radius above which no bind-
ing occurs, but below which dynamin forms a scaffold constricting the tube.1181-Symp
New Insights into the Formation and Function of Caveolae
Robert Parton.
The University of Queensland, St Lucia, Australia.
One of the most abundant and characteristic surface microdomains of mamma-
lian cells seen by electron microscopy are surface pits termed caveolae. Despite
their abundance the exact functions of caveolae remain elusive. Over the last
ten years our research has focussed on the fine ultrastructure of caveolae, the
major components of caveolae, and their specific cellular functions. Caveolins,
abundant membrane proteins of caveolae, play a crucial role in the formation of
caveolae. Mutations in caveolins are associated with breast cancer and with
a number of muscle diseases, including limb girdle muscular dystrophy. Our
recent studies, utilising a range of systems including mouse models, cultured
cells, and the zebrafish embryo, have identified a new family of coat proteins
which regulate caveola formation. PTRF-cavin family members regulate asso-
ciation of caveolin with caveolae and identify a cellular mechanism to regulate
caveolar and non-caveolar functions of caveolins. These studies have implica-
tions for understanding the distinct cell-type specific roles of caveolin in
disease conditions. We are also studying how caveolin-lipid interactions gener-
ate the unique architecture of the caveolar domain by studying caveola forma-
tion in caveolin-null fibroblasts and in a model system. By combining these
studies with high resolution electron microscopy of fast frozen freeze-
substituted caveolae in vitro and in vivo and with tomography of cryofixed
vitrified material, we have gained fundamental new insights into the molecular
interactions involved in caveola formation. These results not only have impli-
cations for the understanding of caveola dysfunction in disease but also provide
general insights into the mechanism by which a single membrane protein can
generate the membrane curvature characteristic of caveolae. In addition, our
studies on caveolins and cavins are providing insights into a novel role for
caveolae as mechanosensory organelles.
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Single-Molecule FRET in Living Bacteria
Robert Crawford1, Joseph P. Torella1,2, Achillefs N. Kapanidis1.
1University of Oxford, Oxford, United Kingdom, 2Harvard University,
Cambridge, MA, USA.
Most single-molecule FRET experiments are performed in vitro, using tightly
controlled conditions and well-defined concentrations of a limited number of
interacting components. However, in order to understand biological mecha-
nisms as they occur in vivo while simultaneously taking advantage of the extra
information provided by single-molecule detection, there is a growing need for
performing single-molecule fluorescence measurements in cellular contexts,
and in particular in living cells.
Towards this goal, we have developed physical methods for delivering fluores-
cent biomolecules in living Escherichia coli bacteria (one of the most common
model organisms in biology) and observing single-molecule fluorescence and
single-molecule FRET in the bacterial cytoplasm; we use both confocal and
wide-field imaging approaches for detection, providing access to a large num-
ber of probed timescales. We have also been using localization-based super-
resolution imaging approaches to study the subcellular localization, mobility
and abundance of the internalized biomolecules.
Our results using single-stranded and double-stranded DNA standards with dif-
ferent FRET efficiencies show that the FRET efficiency of the internalized
DNAs agrees well with in vitro FRET measurements. Single-molecule FRET
time-traces from the majority of internalized molecule show the characteristic
spectroscopic signatures expected from a single FRET pair system. Ongoing
work on other biomolecules, including doubly labelled proteins, should lead
to the exciting prospect of visualizing sub-nanometer conformational changes
at the single-molecule level in the natural milieu of live cells. Our approaches
are general and should be useful for studying a large number of intracellular
processes in bacteria.
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Analysis of FRET Biosensor Distribution in 3D by the Phasor Approach to
FLIM
Enrico Gratton, Elizabeth Hinde, Michelle A. Digman.
University of California, Irvine, Irvine, CA, USA.
The phasor approach to analyze FLIM images has several advantages with re-
spect to the classical multi exponential of the decay at each pixel of an image.
More importantly, the phasor approach lends itself to simultaneous correlation
